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Figure S2. Dot plot of the position of M. leprae open reading frames compared to those 
of M. tuberculosis CDC1551. Both genomes were repeat-masked according to the 
standard Projector 2 procedure. The unique ORFs of M. leprae were compared to those 
of M. tuberculosis using BLASTN. The positions of ORFs present (at a cutoff of 1e-30) 
in both strains was plotted. Clearly, a mosaic pattern is present, the result from a very 
large number of genomic rearrangements. 
 
 
